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SEQUENCE LISTING 

<110> Novartis AG 

<120> Hsp70 from Arthrobacter 

<130> VA/H-32534A 

<150> GB 0216414.3 

<151> 2002-07-15 

<160> 2 

<170> Patentin version 3.1 

<210> 1 
<211> 2464 
<212> DNA 

<213> Arthrobacter sp. 
<400> 1 

ctgcgaatgt ccacgtggtg cgtgcagtga tgcgcttgaa gggcatcgca ccgcgctgaa 60 
ccgggttcga cccggtccca ctgagttcgc caactgagtg ggacaagccc gttctgtccc 120 
agtcacgcgg tcgactcagt gggaccacgc cgcagcgcga tcgatggtcg ccgcacagct 180 
ttttccaaag ttgagcacag gtggctcaac ttagacttga cattggtcgg ctcaagcgta 240 
aagttgatat cagaacactc aacttgtaag aaatcccgaa aggaaaaaac atgtcacgtg 300 
cagtaggcat cgacctcgga accaccaact cggtggtttc cgtcctcgaa ggcggcgagc 360 
ccgtcgtcat cgcgaacgcc gaaggcggcc gcaccacccc ctcagtcgtc gcgttctcca 420 
agagcggtga agtcctggtc ggcgaaatcg ccaagcgcca ggccgtcaac aacatcgatc 480 
gcaccatcgc ctcggtcaag cgccacatgg gcaccgactg gaccgtcggc atcgacgaca 540 
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agaagtacac cgcgcaggaa atctccgccc gcaccctgat gaagctcaag aacgacgccg 600 

agtcctactt gggcgaaaag gtcaccgacg cggtgatcac ggttcctgcc tacttcaacg 660 

acgccgagcg ccaggccacc aaagaagccg gtgagatcgc cggcctgaac gtgctgcgca 720 

tcgtcaacga gcccactgcg gcggcgctgg cctatggctt ggacaaaggc aaagaagacg 780 

aactcatcct ggtcttcgac ctcggtggcg gcaccttcga cgtctcgctg ctggaagtcg 840 

gcaaagacga cgacggcttc tccacgatcc aggtccgcgc cacctccggc gacaaccgcc 900 

tgggcggcga cgactgggat cagcggatcg tcgactactt gctgaaccag ctcaaggtca 960 

agggcatcga cctctccaag gacaagatcg cgctgcagcg tctgcgcgaa gcttccgagc 1020 

aggccaagaa ggaactctcc tcggccacca gcaccaacat ctcgctgcag tacctctcgg 1080 

tcacccctga cggtccggtg cacttggacg agcagctgac ccgggcgaag ttccaggaac 1140 

tgaccgctga tctgctcgag cgcaccaaga agccgttcca ggacgtgatc gccgaggccg 1200 

ggatcaaggt ttccgacatc gaccacatcg tgctggtcgg cggttccacc cggatgcccg 1260 

cagtgaccga attggtcaag cagctggccg gtggcaagga gccgaacaag ggcgtcaacc 1320 

cggacgaggt ggtcgccgtc ggcgccgcgc tgcaagccgg cgtgctcaag ggcgaacgca 1380 

aagacgtgct gctcatcgac gtcaccccgc tttccctcgg catcgaaacc aagggcggcg 1440 

tgatgaccaa gctgatcgag cggaacaccg cgattccgac caagcggtcc gagaccttca 1500 

ccacggcgga cgacaaccag ccttcggtgg ccatccaggt gttccaaggc gagcgcgagt 1560 

tcacccggga caacaagccg ttgggcacct tcgaactgac cggcatcgca ccggctccgc 1620 

gcggcgtgcc gcaiggtcgaa gtcaccttcg acatcgacgc caacggcatc gtgcacgtgt 1680 

cggccaaaga caagggcacc ggcaaggagc agtcgatgac catcaccggc ggttcctcgc 17 40 
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tgtccaagga agacatcgag cgcatggtcg ccgacgccga ggcacacgct gcagaggaca 
aggcccggcg cgagcaggcc gaggcccgca acagcgccga gcagctggcg tactcggtgg 
acaagatcct caccgacaat gacgacaagc tgccggaaga ggtcaagacg gaggtcaagg 
ccgacgtcgg ggcgctcaag accgcgctgg ccggcaccga tgaggacgcg gtcgaggcgg 
cctcggagaa gctgcaggct tcgcagacca aactcggcgg agcgatttac gcttcggccc 
aggccgaggg tgccgccgct gccggtgacg ccccgagcga aggtgccaag cccgacgaag 
acatcgtcga cgccgagatc gtggacgaag aagaaccgaa gaacgagaag aagtagtcat 
gtccgaccag agccaatctg atcagggccg caaccccgaa aaagacgaaa ccgacgtgga 
cccggcaacg ggtcccg'ccg gggacgttcc ggaggagcag gatcctttgg cgcaagtcga 
agacatcctg aacaatgccg aggtgcccgc cgacgagtcg gtggcccagg gcgccgggca 
ggtggatgcc gcagaactca agaacgatct gctgcgcttg caggccgaat acgtgaacta 
ccgcaaacgc gtcgagcggg acaccagccc gggccgtcga ccacgcgtgc cctatagtaa 

gggc 

<210> 2 
<211> 621 
<212> PRT 

<213> Arthrobacter sp. 
<400> 2 

Met Ser Arg Ala Val Gly lie Asp Leu Gly Thr Thr Asn Ser Val Val 
15 10 15 

Ser Val Leu Glu Gly Gly Glu Pro Val Val lie Ala Asn Ala Glu Gly 



1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2464 



20 



25 



30 



Gly Arg Thr Thr Pro Ser Val Val Ala Phe Ser Lys Ser Gly Glu Val 
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35 40 45 

Leu Val Gly Glu lie Ala Lys Arg Gin Ala Val Asn Asn lie Asp Arg 
50 55 60 

Thr He Ala Ser Val Lys Arg His Met Gly Thr Asp Trp Thr Val Gly 
65 70 75 80 

He Asp Asp Lys Lys Tyr Thr Ala Gin Glu He Ser Ala Arg Thr Leu 
85 90 95 

Met Lys Leu Lys Asn Asp Ala Glu Ser Tyr Leu Gly Glu Lys Val Thr 
100 105 110 

Asp Ala Val He Thr Val Pro Ala Tyr Phe Asn Asp Ala Glu Arg Gin 
115 120 125 

Ala Thr Lys Glu Ala Gly Glu He Ala Gly Leu Asn Val Leu Arg He 
130 135 140 

Val Asn Glu Pro Thr Ala Ala Ala Leu Ala Tyr Gly Leu Asp Lys Gly 
145 150 155 160 

Lys Glu Asp Glu Leu He Leu Val Phe Asp Leu Gly Gly Gly Thr Phe 
165 170 175 

Asp Val Ser Leu Leu Glu Val Gly Lys Asp Asp Asp Gly Phe Ser Thr 
180 185 190 

He Gin Val Arg Ala Thr Ser Gly Asp Asn Arg Leu Gly Gly Asp Asp 
195 200 205 

Trp Asp Gin Arg He Val Asp Tyr Leu Leu Asn Gin Leu Lys Val Lys 
210 215 220 

Gly He Asp Leu Ser Lys Asp Lys He Ala Leu Gin Arg Leu Arg Glu 
225 230 235 240 



Ala Ser Glu Gin Ala Lys Lys Glu Leu Ser Ser Ala Thr Ser Thr Asn 
245 250 255 
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lie Ser Leu Gin Tyr Leu Ser Val Thr Pro Asp Gly Pro Val His Leu 
260 265 270 

Asp Glu Gin Leu Thr Arg Ala Lys Phe Gin Glu Leu Thr Ala Asp Leu 
275 280 285 

Leu Glu Arg Thr Lys Lys Pro Phe Gin Asp Val lie Ala Glu Ala Gly 
290 295 300 

lie Lys Val Ser Asp He Asp His He Val Leu Val Gly Gly Ser Thr 
305 310 315 320 

Arg Met Pro Ala Val Thr Glu Leu Val Lys Gin Leu Ala Gly Gly Lys 
325 330 335 

Glu Pro Asn Lys Gly Val Asn Pro Asp Glu Val Val Ala Val Gly Ala 
340 345 350 

Ala Leu Gin Ala Gly Val Leu Lys Gly Glu Arg Lys Asp Val Leu Leu 
355 360 365 

He Asp Val Thr Pro Leu Ser Leu Gly He Glu Thr Lys Gly Gly Val 
370 375 380 

Met Thr Lys Leu He Glu Arg Asn Thr Ala He Pro Thr Lys Arg Ser 
385 390 395 400 

Glu Thr Phe Thr Thr Ala Asp Asp Asn Gin Pro Ser Val Ala He Gin 
405 410 415 

Val Phe Gin Gly Glu Arg Glu Phe Thr Arg Asp Asn Lys Pro Leu Gly 
420 425 430 

Thr Phe Glu Leu Thr Gly He Ala Pro Ala Pro Arg Gly Val Pro Gin 
435 440 445 



Val Glu Val Thr Phe Asp He Asp Ala Asn Gly He Val His Val Ser 
450 455 460 



Ala Lys Asp Lys Gly Thr Gly Lys Glu Gin Ser Met Thr He Thr Gly 
465 470 475 480 
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Gly Ser Ser Leu Ser Lys Glu Asp lie Glu Arg Met Val Ala Asp Ala 
485 490 495 

Glu Ala His Ala Ala Glu Asp Lys Ala Arg Arg Glu Gin Ala Glu Ala 
500 505 510 

Arg Asn Ser Ala Glu Gin Leu Ala Tyr Ser Val Asp Lys lie Leu Thr 
515 520 525 

Asp Asn Asp Asp Lys Leu Pro Glu Glu Val Lys Thr Glu Val Lys Ala 
530 535 540 

Asp Val Gly Ala Leu Lys Thr Ala Leu Ala Gly Thr Asp Glu Asp Ala 
545 550 555 560 

Val Glu Ala Ala Ser Glu Lys Leu Gin Ala Ser Gin Thr Lys Leu Gly 

565 570 575 

Gly Ala lie Tyr Ala Ser Ala Gin Ala Glu Gly Ala Ala Ala Ala Gly 
580 585 590 



Asp Ala Pro Ser Glu Gly Ala Lys Pro Asp Glu Asp lie Val Asp Ala 
595 600 605 



Glu lie Val Asp Glu Glu Glu Pro Lys Asn Glu Lys Lys 
610 615 620 



